genera) to quantitatively analyze "dark taxa" and therefore to strategically optimize knowledge and preservation of biodiversity at a global scale. Technicalities of the quantitative prioritization scheme are debatable, but some initial, simple scoring systems can help to prioritize lineages for collection and genetic research so as to most efficiently illuminate regions in the tree of life that that are neither preserved, imaged, geo-located, studied, nor known genomically. This analysis presents criteria and goals for collaborating to build a global genomic collection to maximize efficient acquisition of biodiversity genomic knowledge, and identifies the most valuable and highest priority taxa for genomic research.
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